Title: US- 10 -088- 961-2 

Perfect score: 4395 

Sequence: 1 NSGNNAEEAPGAKAPEPAAA KRAERKVAKGPMKLGARKLD 831 



Scoring table : BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1586107 seqs, 282547505 residues 

Total number of hits satisfying chosen parameters: 1586107 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : A_Geneseq_2 9Jan04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5 : geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

Pred. No.. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 
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4395 
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AAB74457 
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4 311 
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3 


4259 
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Human pol 
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Title: US -10-088-961-2 

Perfect score: 4395 

Sequence: 1 NSGNNAEEAPGAKAPEPAAA KRAERKVAKGPMKLGARKLD 831 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 389414 seqs, 51625971 residues 

Total number of hits satisfying chosen parameters: 389414 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Issued_Patents_AA: * 

1 : /cgn2_6/ptodata/2/iaa/5A_COMB .pep: * 

2 : / cgn2_6 /p t odat a/ 2 / iaa/ 5B_C0MB . pep : * 

3 : /cgn2_6/ptodata/2/iaa/6A_COMB.pep : * 

4 : /cgn2_6/ptodata/2/iaa/6B_COMB.pep: * 

5 : /cgn2_6/ptodata/2/iaa/PCTUS_COMB .pep : * 

6 : /cgn2_6/ptodata/2/iaa/backf ilesl .pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES • 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 








Description 




1 
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32 


.8 


287 


4 


US- 


09 


-327 


-983-4 


Sequence 


4, 


Appli 
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192 
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.4 
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US- 


09 


-523 


-849-32 


Sequence 


32, 


Appl 
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09 
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7, 
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2, 
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09 
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Sequence 
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2, 
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9 


174.5 
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.0 


1315 


4 


US- 


09 


-293 


-505-10 


Sequence 
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25, 
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2, 
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.9 


1360 


4 


us- 


09 
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-664B-14 


Sequence 


14, 
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Sequence 


34, 


Appl 
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.9 


1360 
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09 
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-324A-34 


Sequence 


34, 


Appl 
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4 


us- 


09 


-645 


-791-34 


Sequence 


34, 


Appl 


19 


169.5 


3 


. 9 


1306 


4 


us- 


09 


-645 


-456A-10 


Sequence 


10, 


Appl 


20 


169.5 


3 


.9 


1306 


4 


us- 


09 


-425 


-324A-10 


Sequence 


10, 


Appl 


21 
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3 


.9 


1306 


4 


us- 


09 


-645 


-791-10 


Sequence 


10, 


Appl 


22 


168.5 
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.8 
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09 


-371 
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Sequence 


11, 


Appl 
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09 
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Sequence 


9, 


Appli 
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09 
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Sequence 


9, 


AddH 
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09 
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Sequence 


9 , 


AddH 
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4 , 


Appli 
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-563-7 
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7 , 


Appli 
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. 8 
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-277-7 
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7 , 


AddH 
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165 . 5 
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-258 


-000-7 
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7 , 
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1 
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Sequence 


ii, 
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Sequence 


ii, 
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160.5 
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4 
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09 


-345 


-473E-40 


Sequence 


40, 


Appl 


43 
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3 


.6 


1297 


4 


us- 


09 


-688 


-188B-14 


Sequence 


14, 


Appl 


44 


160 


3 


.6 


1297 


4 


us- 


09 


-291 


-417D-14 


Sequence 


14, 


Appl 


45 


159.5 


3 


.6 


1298 


4 


us- 


09 


-645 


-456A-14 


Sequence 


14, 


Appl 



Title: 

Perfect score: 
Sequence : 



US-10-088-961-2 
4395 

1 NSGNNAEEAPGAKAPEPAAA 



KRAERKVAKGPMKLGARKLD 831 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1155919 seqs # 281338677 residues 

Total number of hits satisfying chosen parameters: 1155919 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : Published_Applications_AA: * 

1: /cgn2_6/ptodata/2/pubpaa/US07_PUBC0MB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 

6 : /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB .pep : * 

7: /cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep: * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 

9 : / cgn2_6 /p t odat a/ 2 /pubpaa/US 0 9A_PUBC0MB . pep : * 

10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB . pep : * 

11 : /cgn2_6/ptodata/2/pubpaa/US0 9C_PUBCOMB.pep:* 

12 : /cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: * 

13 : /cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep:* 

14 : /cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep:* 

15 : /cgn2_6/ptodata/2/pubpaa/US10C_PUBC0MB .pep : * 

16 : / cgn2_6/pt odat a/ 2 /pubpaa/US 10_NEW_PUB. pep: *. 

17 : /cgn2_6/ptodata/2/pubpaa/US60_NEW_PUB.pep:* 

18: / cgn2_6 /pt odat a/ 2 /pubpaa/US 6 0_PUBCOMB . pep : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 
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No. 


Score 


Query 

Match Length 


DB 


ID 










Description 
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4259 


96.9 
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12 


US- 


10 


-267 


-502 


-223 


Sequence 223, App 


2 


4148 .5 


94 .4 


791 


15 


us- 


10 
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-14 


Sequence 14, Appl 
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US- 


10 


-267 


-502 


-224 


Sequence 224, App 


4 
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618 
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US- 
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-78 


Sequence 78, Appl 
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3054 .5 
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-833 
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Sequence 2 077, Ap 


6 
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US- 
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-63 


Sequence 63, Appl 
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Sequence 44, Appl 


8 


1841 


41.9 
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Sequence 222, App 
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-298 
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Sequence 662, App 
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-662 


Sequence 662, App 
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J O 
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7 Q 9 
/O j 


T A 
X4 
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Uo 
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_ 9 1 £ 


z 
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Z , /-iky p X X 
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X O / 


A 

fx 


9 
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Q 
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7 
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7 Annl "i 
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40 


185 .5 


4 


.2 


782 


10 


US 


-09 


-823 


-187 


-26 


Sequence 


26, Appl 


41 


185 


4 


.2 


576 


12 


us 


-10 


-425 


-114 


-38686 


Sequence 


38686, A 


42 


184 


4 


.2 


779 


8 


us- 


08- 


817- 


832B 


-31 


Sequence : 


31, Appl 


43 


184 


4 


.2 


119 


12 


us 


-10 


-440 


-435 


-31 


Sequence 


31, Appl 


44 


184 


4 


.2 


783 


10 


us 


-09 


-823 


-187 


-90 


Sequence 


90, Appl 


45 


182 .5 


4 


.2 


744 


9 


us- 


09- 


919- 


585- 


3 


Sequence : 


3, Appli 



Title : 

Perfect score: 
Sequence : 



US-10-088-961-2 
4395 

1 NSGNNAEEAPGAKAPEPAAA 



KRAERKVAKGPMKLGARKLD 831 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 141681 seqs, 52070155 residues 

Total number of hits satisfying chosen parameters: 141681 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SwissProt_42 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 



NO. 


Score 


Match Length DB 


ID 


Description 


1 


496 


11 


.3 


637 


1 


YD0D_SCHP0 


013733 


schizosacch 


2 


309.5 


7 


. 0 


804 


1 


SCY1_YEAST 


P53009 


saccharomyc 


3 


188.5 


4 


.3 


786 


1 


SN1L_HUMAN 


P57059 


homo sapien 


4 


176.5 


4 


.0 


841 


1 


NEK4_HUMAN 


P51957 


homo sapien 


5 


172 .5 


3 


. 9 


752 


1 


MRK4_HUMAN 


Q96134 


homo sapien 


6 


172 


3 


. 9 


1360 


1 


TNIK_HUMAN 


Q9uke5 


homo sapien 


7 


164 


3 . 


. 7 


714 


1 


HUNK_HUMAN 


P57058 


homo sapien 


8 


164 


3 , 


. 7 


794 


1 


KI1 INHUMAN 


Q8tdc3 


homo sapien 


9 


160.5 


3 


. 7 


1374 


1 


M3K5_HUMAN 


Q99683 


homo sapien 


10 


160 


3 . 


.6 


1258 


1 


NEK1_HUMAN 


Q96py6 


homo sapien 


11 


159.5 


3 . 


.6 


776 


1 


MRK3_HUMAN 


P27448 


homo sapien 


12 


158 


3 . 


.6 


1379 


1 


M3K5_MOUSE 


035099 


mus musculu 


13 


157.5 


3 


.6 


774 


1 


NEK1_M0USE 


P51954 


mus musculu 


14 


154 


3 


.5 


714 


1 


HUNK_MOUSE 


088866 


mus musculu 


15 


154 


3 . 


.5 


888 


1 


M3KC_RAT 


Q63796 


rattus norv 


16 


152 


3 


.5 


1505 


1 


CUT1_HUMAN 


P39880 


homo sapien 


17 


150 


3 . 


.4 


1039 


1 


GUNB_CALSA 


P10474 


c endogluca 


18 


148 


3 . 


.4 


1442 


1 


DAK1_M0USE 


Q80ye7 


mus musculu 


19 


147.5 


3 


.4 


1331 


1 


MANB_CALSA 


P22533 


caldocellum 


20 


147.5 


3 


.4 


1895 


1 


WR19_ARATH 


Q9sz67 


arabidopsis 


21 


147 


3 


. 3 


683 


1 


PL01_SCHPO 


P50528 


schizosacch 


22 


147 


3 . 


.3 


888 


1 


M3KC_MOUSE 


Q60700 


mus musculu 


23 


146 


3 , 


.3 


1217 


1 


AF4_M0USE 


088573 


mus musculu 


24 


145 


3 , 


.3 


603 


1 


PLK1_HUMAN 


P53350 


homo sapien 


25 


144 . 5 


3 , 


.3 


2142 


1 


BAT2_HUMAN 


P48634 


homo sapien 


26 


144 


3 


.3 


646 


1 


CNK_HUMAN 


Q9h4b4 


homo sapien 


27 


144 


3 , 


.3 


779 


1 


SN1L_M0USE 


Q60670 


mus musculu 


28 


144 


3 . 


.3 


1308 


1 


M4K6_MOUSE 


Q9jm52 


mus musculu 



z y 


1 A O C 

14 j . b 






1 /4 


1 


MKJ\Z WUUbfci 


yUDD XZ 


mus rnuscuiu 


3 U 


14 J . b 
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fD j D Oft 
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T 
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04 
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X 
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TTfll 1 G mi 1 C 1 ll 11 
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X4 Z . b 


J 
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Oil 
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y^i UdD 


mne tyii i o pi i 1 11 
IllUb IllU.oL.UXU. 


1 A 


X4 Z 


J 


. z 


/ / o 


X 


CTvTT T. "PftT 1 


OQ-rl n R 
X IUj 


rafi-iio nr\Y*"\.r 
idtuUb IIUI V 


J o 


-L *± Z 


*i 
-J 




1 7 A 9 


T 
X 




IT ^ £t Zj J *± 


ral Hnrpl "1 nm 

UalUULCX -L Lit 11 


3 O 


X4 X . b 


-J 


. Z 


D / O 


1 


dot n nDOMi? 


nco -3 rjA 
rOZ O U4 


urosopnxxd. 


1 "7 


TAT t; 
14 1 . b 




. z 


no/: 
/OD 


1 


OTO Q TJTTMZiTJ 


y o lwqj 


no mo sapicn 


J 0 


TAT 
14 1 




. Z 


bob 


1 






no mo sapien 


39 


140 . 5 


3 


. 2 


1123 


1 


ABL1_M0USE 


P00520 


mus musculu 


40 


140 


3 


.2 


792 


1 


NEK4_M0USE 


Q9zlj2 


mus musculu 


41 


139 


3 


.2 


431 


1 


NRKA_TRYBB 


Q08942 


trypanosoma 


42 


139 


3 


.2 


859 


1 


M3KC__HUMAN 


Q12852 


homo sapien 


43 


139 


3 


.2 


1030 


1 


STK9_HUMAN 


076039 


homo sapien 


44 


138.5 


3 


.2 


305 


1 


PH85_YEAST 


P17157 


saccharomyc 


45 


138 


3 


.1 


682 


1 


SNK MOUSE 


P53351 


mus musculu 



Title: 

Perfect score: 
Sequence : 



US-10-088-961-2 
4395 

1 NSGNNAEEAPGAKAPEPAAA 



KRAERKVAKGPMKLGARKLD 831 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283366 seqs, 96191526 residues 

Total number of hits satisfying chosen parameters: 283366 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : PIRJ78:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

r 

SUMMARIES 

% 

Result Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


1214 


27.6 


820 


2 


T26272 


hypothetical prote 


2 


875.5 


19.9 


604 


2 


B84833 


hypothetical prote 


3 


496 


11.3 


637 


2 


T37713 


hypothetical prote 


4 


393 


8.9 


761 


2 


S60992 


hypothetical prote 


5 


354.5 


8.1 


749 


2 


T50397 


probable serine/th 


6 


309.5 


7.0 


804 


2 


S64090 


SCY1 protein - yea 


7 


308 


7.0 


759 


2 


F86362 


F19G10.17 protein 


8 


207.5 


4.7 


1192 


2 


T18611 


probable serine/th 


9 


202 


4.6 


689 


2 


T29772 


hypothetical prote 


10 


190.5 


4.3 


1246 


2 


G89287 


protein H39E23 . 1 [ 


11 


187 


4.3 


1317 


2 


T03748 


apoptosis associat 


12 


176. 5 


4.0 


841 


1 


178885 


serine/ threonine -s 


13 


171.5 


3.9 


372 


2 


T52621 


mitogen -activated 


14 


169. 5 


3 . 9 


651 


2 


A96591 


NPK1 -related prote 


15 


166.5 


3.8 


713 


2 


S27966 


probable serine/th 


16 


161.5 


3.7 


1870 


2 


S37671 


MHC class III hist 


17 


161.5 


3.7 


1872 


2 


S36152 


MHC class III hist 


18 


160.5 


3.7 


745 


2 


G01025 


serine/threonine p 


19 


160.5 


3.7 


1851 


2 


T19964 


hypothetical prote 


20 


159 


3.6 


888 


2 


JC5399 


dual leucine zippe 


21 


158 


3.6 


887 


2 


T20941 


hypothetical prote 


22 


158 


3.6 


1379 


2 


JC5778 


apoptosis signal -r 


23 


157.5 


3.6 


774 


2 


S25284 


protein kinase nek 


24 


157.5 


3.6 


1398 


2 


T13741 


hypothetical prote 



25 


ICC c 

156 . 5 


-3 
3 


. 6 


A O "1 

4z 1 


z 
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T4 oz Uz 
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lz 3 1 
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1 1 0 53 Z 
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z o 
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1 Z 1 1 
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TA TTin 

14z z 3 U 


z y 


1 A H C 

14 / . 5 




. 4 


133 1 


Z 


TV A O Q C /I 

A4 0 y 5 4 


3 U 


14 / . 5 


3 


. 4 


*l A 1 1 

14 z 3 


1 


13 / z / 5 


J 1 


14 / . 5 


J 


. 4 


1 O Q C 

1 0 y 5 


Z 


i u bo u y 


J z 


14 / 


3 


-3 
. 3 


a a r\ 
4 0 U 


z 


Ao 53 / 1 


J 3 


14 / 


3 


. 3 


/TOT 

b 83 


z 


1 3 oz 54 


O A 

34 


147 


3 


-> 
. 3 


8 88 


z 


7\ r r "5 q ft 

A553 18 


J 5 


14b 


-3 
3 


. 3 


lz 1 / 


z 


14ZDZ 5 


j b 


145 . 5 


3 


. 3 


0 /i 0 0 

34z y 


z 


rp -1 -jqcj 

113 85 3 


3 / 


14 5 


3 


. 3 


/I T O 

4 / y 


z 


rnA r- «3 t q 


"5 Q 
J O 


14 5 


3 


. 3 


c n *a 
b U 3 


z 


Pi/i 1 *3 n 
b3 4 13 U 


39 


144 . 5 


3 


. 3 


476 


2 


T4 7 8 0 7 


40 


144 .5 


3 


.3 


1233 


2 


T14157 


41 


144.5 


3 


.3 


2142 


2 


B35098 


42 


143 .5 


3 


.3 


608 


2 


T01833 


43 


143 .5 


3 


.3 


774 


2 


148609 


44 


143 .5 


3 


.3 


836 


2 


B96716 


45 


143 .5 


3 


.3 


1206 


2 


T34021 



protein kinase AK2 
cellulase (EC 3.2. 
serine/threoine pr 
AF4 protein - mous 
mannan endo - 1 , 4 - be 
death-associated p 
disease resistance 
hypothetical prote 
serine/ threonine -s 
serine/threonine p 
AF-4 protein - "mou 
hypothetical prote 
hypothetical prote 
serine/ threonine - s 
hypothetical prote 
serine/threonine p 
MHC class III hist 
serine/ threonine -s 
probable serine/ th 
probable serine/ th 
protein kinase SK2 



Title: 

Perfect score: 
Sequence : 



US-10-088-961-2 
4395 

1 NSGNNAEEAPGAKAPEPAAA 



KRAERKVAKGPMKLGARKLD 831 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1017041 seqs, 315518202 residues 

Total number of hits satisfying chosen parameters: 1017041 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing : Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : SPTREMBL_25 : * 

1 : sp_archea : * 

2: sp_bacteria : * 

3 : sp_f ungi : * 

4 : sp_human : * 

5 : sp_invertebrate : * 

6 : sp_mammal : * 

7 : sp_mhc : * 

8: sp_organelle : * 

9 : sp_phage : * 

10: sp_plant:* 

11: sp_rodent:* 

12 : sp_virus : * 

13 : sp_vertebrate : * 

14 : sp_unclassif ied: * 

15: sp_rvirus:* 

16: sp_bacteriap: * 

17: sp_archeap:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 



Result 
No. 


Score 


Query 

Match Length DB 


ID 


Description 


1 


4259 


96.9 


808 


4 


Q96KG9 


Q96kg9 homo sapien 


2 


4148.5 


94 .4 


791 


4 


Q96KG8 


Q96kg8 homo sapien 


3 


3866 


88.0 


806 


11 


Q8K222 


Q8k222 mus musculu 


4 


3865 


87.9 


806 


11 


Q9EQC5 


Q9eqc5 mus musculu 


5 


3639.5 


82.8 


707 


4 


Q96KH1 


Q96khl homo sapien 


6 


3345 


76.1 


786 


4 


Q9HAW5 


Q9haw5 homo sapien 


7 


2063 


46.9 


425 


4 


Q96G50 


Q96g50 homo sapien 


8 


1841 


41.9 


873 


5 


Q9VAH7 


Q9vah7 drosophila 


9 


1526 


34.7 


283 


4 


Q9NR53 


Q9nr53 homo sapien 


10 


1263.5 


28.7 


270 


4 


Q9HBL3 


Q9hbl3 homo sapien 


11 


1214 


27.6 


820 


5 


Q23215 


Q23215 caenorhabdi 



12 


1039 


23 


. 6 


800 


10 


Q8LQE7 


Q81qe7 oryza sativ 


13 


917 


20 


. 9 


776 


3 


Q9HEA4 


Q9hea4 neurospora 


14 


875 . 5 


19 


. 9 


604 


10 


07XJN7 


Q7xjn7 arabidopsis 


15 


410 


9 


. 3 


735 


11 


Q9DBQ7 


Q9dbq7 mus musculu 


16 


409.5 


9 


. 3 


742 


4 


08IZE3 


Q8ize3 homo sapien 


1 7 

JL 1 


4 01 R 

*4 \J -L . J 


Q 


§ i 


768 


13 


O803U0 
you j w v 


O803u0 brachvdanio 


18 


398.5 


9 


. i 


688 


4 


09UBK6 


Q9ubk6 homo sapien 


19 


397 . 5 


9 


. 0 


688 


4 


Q8IZN9 


Q8izn9 homo sapien 


20 


396 . 5 


9 


. 0 


688 


4 


Q96C56 


Q96c56 homo sapien 


21 


393 


8 


, 9 


761 


3 


Q12453 


Q12453 sac char omyc 


22 


384 . 5 


8 


. 7 


850 


5 


Q8I466 


Q8i466 Plasmodium 


23 


358 . 5 


8 


. 2 


930 


11 


Q8CFE4 


Q8cfe4 mus musculu 


24 


354 . 5 


8 


, 1 


749 


3 


Q9P7X5 


Q9p7x5 schizosacch 


25 


331 


7 


.5 


909 


10 


Q9C9H8 


Q9c9h8 arabidopsis 


26 


311.5 


7 , 


, 1 


835 


5 


Q9VAR0 


Q9var0 drosophila 


27 


3 0 9.5 


7 


. 0 


963 


10 




OQa^hQ nrv7a qaf i v 

\£ ~s cl oily w j. y £j d o a jl v 


28 


308 


7 


. 0 


759 


10 


023135 


023135 arabidonsis 


29 


290 


6 , 


. 6 


796 


4 


Q9P2I7 


O9o2i7 homo sanien 


30 


279.5 


6 , 


, 4 


641 


5 


O9Y0Z6 


O9v0z6 drosonhila 


31 


271 


6 . 


. 2 


799 


3 


O874M0 


O874m0 kluweromvc 


32 


250 


5 . 


. 7 


756 


4 


Q96ST4 


Q96st4 homo sapien 


33 


234 


5 . 


. 3 


789 


5 


001776 


001776 caenorhabdi 


34 


209. 5 


4 , 


. 8 


1096 


5 


Q17368 


Q17368 caenorhabdi 


35 


207 . 5 


4 . 


, 7 


1192 


5 


Q9TW4 5 


Q9tw45 caenorhabdi 


36 


207 . 5 


4 , 


, 7 


1192 


5 


Q17346 


017346 caenorhabdi 


37 


207 


4 , 


, 7 


507 


11 


08BRJ1 


08bT"i T mus musrulu 

y ujji j _l. iiivxo ill \-x ix kjl 


38 


206 


4 . 


. 7 


735 


4 


Q9H7V5 


09h7v5 homo saDien 


39 


198 


4 , 


. 5 


795 


4 


Q9P0L2 


Q9p012 homo sapien 


40 


196.5 


4 . 


,5 


776 


13 


Q7ZYL7 


Q7zyl7 xenopus lae 


41 


196.5 


4 . 


,5 


785 


13 


Q8QGV3 


Q8qgv3 xenopus lae 


42 


192 


4 . 


.4 


793 


11 


008678 


008678 rattus norv 


43 


191.5 


4 . 


.4 


1066 


5 


Q8MVX0 


Q8mvx0 haemonchus 


44 


189 


4 . 


3 


795 


11 


Q8VHJ5 


Q8vhj5 mus musculu 


45 


188 .5 


4 . 


3 


621 


5 


Q9VT71 


Q9vt71 drosophila 



